Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.003 Å; R factor = 0.029; wR factor = 0.076; data-to-parameter ratio = 13.5.
In the crystal structure of the title compound, [Zn(C 8 H 9 N 2 O 4 ) 2 (H 2 O) 2 ]Á2C 3 H 7 NO, the Zn II atom is coordinated by two N,O-bidentate 2-propyl-1H-imidazole-4,5-dicarboxylate anions and two water molecules in a distorted octahedral environment. The asymmetric unit consists of one Zn II atom located on a center of inversion as well as one anion, one water molecule and one additional dimethylformamide molecule that occupy general positions. Between the carboxyl and the carboxylate group an intramolecular hydrogen bond is found in which the hydroxy H atom is disordered. Disorder is also found for the H atoms of one of the three methyl groups. In the crystal structure, additional intermolecular N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen bonding is found.
Related literature
For imidazole-4,5-dicarboxylic complexes, see: Maji et al. (2005) ; Yang & Zhang (2006) .
Experimental
Crystal data [Zn(C 8 Table 1 Hydrogen-bond geometry (Å , ). 
A mixture of Zn(NO 3 ) 2 (0.2 mmol, 0.03 g) and 2-propyl-1H-imidazole-4,5-dicarboxylic acid(0.5 mmol, 0.99 g) and 10 ml of C 3 H 7 NO was loaded in a 25 ml Telflon-lined stainless steel vessel and heated at 373k for 3 days. White crystals were obtained when the sample was cooled to room temperature slowly.
Refinement
Carbon and nitrogen bound H atoms were placed at calculated positions and were treated as riding on the parent C or N atoms with C-H = 0.93 Å, N-H =0.86 Å, and with U iso (H) = 1.2 U eq (C, N). The O-H H atoms were located in difference map, their bond lengths set to ideal values and finally they were refined using a riding model with O-H = 0.85 Å. The H atom of the carboxyl group is disordered and was refined using a split model with sof of 0.6 and 0.4. The H atoms of one of the three methyl groups are also disordered and were refined using a split model with two orientations each rotated by 60° and sof of 0.6 and 0.4. Primary atom site location: structure-invariant direct methods Extinction coefficient: 0.067 (4)
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. (2 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å

